Munson and Rodbard (1) present in summary their views of the difficulties encountered in analyzing ligand-receptor interactions. Most of their presentation is perfectly acceptable and analyzes issues not touched upon in my report (2) , but there are some misleading statements to which I take exception.
If a set of algebraic equations can be transformed into each other, then the "statistical information content of the data" is indeed the same in terms of any one of them. Graphs, however, make their impact by a visual interaction with the observer, and they can distort in different ways the implications of a set of data. Thus some graphs can lure one into false conclusions. For example, Fig. 1 shows the same data plotted in two different coordinate systems. In each figure a tenfold change in concentration of free ligand, F, is represented by a bar, I or It would also be desirable to distinguish between a "Scatchard graph" and a "Scatchard analysis." The latter may be used with no graph or with any graph. Scatchard analysis refers to a particular algebraic format for analyzing binding data, and depends on the assumption of a very restrictive molecular model for the receptor system. One obtains the impression from Munson and Rodbard (1) that an algebraic analysis of binding data must begin "with a particular model." That is not true. It has long been known (3-5) that a binding equation in terms of stoichiometric equilibrium constants is valid broadly, for homogeneous noninteracting sites, for two, three, or more classes of independent sites, when there is positive cooperativity between sites, when there is negative cooperativity, when there is positive and negative cooperativity, and so forth. Furthermore, from principles of algebra it has been shown that the stoichiometric bind- 
